v. 
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SEQUENCE LISTING 

<110> Ben-Sasson, Shmuel A. 

<120> Short Peptides Which Selectively 
Modulate the Activity of Protein Kinases 



<130> 1242.1029-000 (CMCC-679) 

<140> US 09/161, 094 
<141> 1998-09-25 



<160> 172 



<170> Fast&EQ for Windows Version 4.0 

!^:<2io> i 

Kf<211> 20 
0<212> PRT 
|=j<213> unknown 

#.fi<220> 
jy<223> c-Raf 

W<40 0> 1 

.5- Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr Lys His Leu His Val Gin 
O 1 5 10 15 

I^Glu Thr Lys Phe 
m 2 0 



U<210> 2 
PJ<211> 20 

<212> PRT 

<213> unknown 

<220> 

<223> a-Raf 
<400> 2 

Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr His His Leu His Val Ala 

15 10 15 

Asp Thr Arg Phe 
20 



<210> 3 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> Braf 
<400> 3 

Thr Gin Trp Cys Glu Gly Ser Ser Leu Tyr His His Leu His He He 

15 10 15 

Glu Thr Lys Phe 
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20 



<210> 4 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> c-APKa 
<400> 4 . 

Met Glu Tyr Val Pro Gly Gly Glu Met Phe Ser His Leu Arg Arg lie 

15 10 15 

Gly Arg Phe 



H<210> 5 
W<211> 19 
1(0 < 2 12 > PRT 
§Jl<213> unknown 

=3 ::<220> 

f '-<223> CAP Kg 
I3<4 00> 5 

jU&Met Glu Tyr Val Pro Gly Gly Glu Met Phe Ser Arg Leu Gin Arg Val 
"13 1 5 10 15 

? : -;Gly Arg Phe 

<210> 6 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> PKCa 
<400> 6 

Met Glu Tyr Val Asn Gly Gly Asp Leu Met Tyr His He Gin Gin Val 

15 10 15 

Gly Lys Phe 



<210> 7 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<2 23> PKCb 
<400> 7 

Met Glu Tyr Val Asn Gly Gly Asp Leu Met Tyr His He Gin Gin Val 
1 5 10 15 



• 
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Gly Arg Phe 



<210> 8 
<211> 19 
<2l2> PRT 
<213> unknown 

<220> 

<223> PKCg 
<400> 8 

Met' Glu Tyr Val Thr Gly Gly Asp Leu Met Tyr His lie Gin Gin Leu 

15 10 15 

Gly Lys Phe 



T<210> 9 
Jk211> 19 
;J<212> PRT 
^ :i <213> unknown 

|k220> 

, <223> PKCd 

! 7<4 00> 9 

'3tfet Glu Phe Leu Asn Gly Gly Asp Leu Met Phe His lie Gin Asp Lys 
J 15 10 15 

fjGly Arg Phe 



<210> 10 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> PKCe 
<400> 10 

Met Glu Tyr Val Asn Gly Gly Asp Leu Met Phe Gin lie Gin Arg Ser 

15 10 15" 

Arg Lys Phe 



<210> 11 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> PKCet 



<400> 11 

Met Glu Phe Val Asn Gly Gly Asp Leu Met Phe His lie Gin Lys Ser 



Arg Arg Phe 
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10 



15 



<210> 12 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> PKCth 



<400> 12 

B Met Glu Tyr Leu Asn Gly Gly Asp Leu Met Tyr His lie Gin Ser Cys 
fZ 1 5 10 15 

MHis Lys Phe 



£<210> 13 
} |:: <211> 19 
f^<212> PRT 
|y<213> unknown 

p<220> 

:%223> Aktl/Raca 

■}■*■■[■ 

!jf<400> 13 

--Met Glu Tyr Ala Asn Gly Gly Glu Leu Phe Phe His Leu Ser Arg Glu 
tl 1 5 10 15 

P.lArg Val Phe 



<210> 14 
<211> 22 
<212> PRT 
<213> unknown 

<220> 

<223> GSK3a 
<400> 14 

Leu Glu Tyr Val Pro Glu Thr Val Tyr Arg Val Ala Arg His Phe Thr 

15 10 15 

Lys Ala Lys Leu lie lie 
20 



<210> 15 
<211> 22 
<212> PRT 
<213> unknown 



<220> 

<223> GSK3b 
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<400> 15 

Leu Asp Tyr Val Pro Glu Thr Val Tyr Arg Val Ala Arg His Tyr Ser 

15 10 ~ 15 

Arg Ala Lys Gin Thr Leu 
20 



<210> 16 

<211> 16 

<212> PRT 

<213> unknown 

<220> 

<223> CK Ila 



<400> 16 

*"Phe Glu His Val Asn Asn Thr Asp Phe Lys Gin Leu Tyr Gin Thr Leu 
3 1 5 10 15 



;!<210> 17 
S<211> 16 
^<212> PRT 
*"<213> unknown 

:? » 

= <220> 

*1<223> CK Ila' 



,, : <4 00> 17 

JPhe Glu Tyr lie Asn. Asn Thr Asp Phe Lys Gin Leu Tyr Gin lie Leu 
U 1 5 10 15 



<210> 18 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> bARKl 
<400> 18 

Leu Asp Leu Met Asn Gly Gly Asp Leu His Tyr His Leu Ser Gin His 

1 5 10 ' 15 

Gly Val Phe 



<210> 19 

<211> 23 

<212> PRT 

<213> unknown 

<220> 

<223> GRK1 



<400> 19 

Met Thr lie Met Asn Gly Gly Asp lie Arg Tyr His lie Tyr Asn Val 
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1 5 
Asp Glu Asp Asn Pro Gly Phe 
20 



10 



15 



<210> 20 

<211> 21 

<212> PRT 

<213> unknown 



<220> 

<223> GRK4 



<400> 20 

Leu Thr He Met Asn Gly Gly Asp Leu Lys Phe His He Tyr Asn Leu 
15 10 15 

s&Gly Asn Pro Gly Phe 

«1 20 



jf<210> 21 
5<211> 21 
P<212> PRT 
^<213> unknown 

■i 'i 

'"<22 0> 

i,<223> GRK5 

-*■•■? 

**<40 0> 21 

5Leu Thr He Met Asn Gly Gly Asp Leu Lys Phe His He' Tyr Asn Met 
0 1 5 10 15 

--.Gly Asn Pro Gly Phe 

-*1 2 0 



<210> 22 

<211> 21 

<212> PRT 

<213> unknown 



<220> 

<223> GRKS 



<400> 22 

Leu Thr Leu Met Asn Gly Gly Asp Leu Lys Phe His He Tyr His Met 

1 ' 5 10 15 

Gly Gin Ala Gly Phe 
20 



<210> 23 

<211> 19 

<212> PRT 

< 2 1 3 > unknown 

<220> 

<22 3> CaMKI 



<400> 23 



7/55 



Met Gin Leu Val Ser Gly Gly Glu Leu Phe Asp Arg lie Val Glu Lys 

1 5 10 *" 15 

Gly Gly Tyr 



<210> 24 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> CaMK Ha 
<400> 24 

h Vhe Asp Leu Val Thr Gly Gly Glu Leu Phe Glu Asp He Val Ala Arg 
I 15 10 15 

I Glu Tyr Tyr 



1<210> 25 

,<211> 19 

!<212> PRT 

< 2 1 3 > unknown 

J<22 0> 
^<223> Plk 

1<400> 25 

i; Leu Glu Leu Cys Arg Arg Arg Ser Leu Leu Glu Leu His Lys Arg Arg 
5 1 5 10 15 

"Lys Ala Leu 



<210> 26 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223>' Plxl 
<400> 26 

Leu Glu Leu Cys Arg Arg Arg Ser Leu Leu Glu Leu His Lys Arg Arg 

15 10 15 

Lys Ala Val 



<210> 27 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> POLO 
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<400> 27 

Leu Glu Leu Cys Lys Lys Arg Ser Met Met Glu Leu His Lys Arg Arg 

15 10 15 

Lys Ser lie 



<210> 28 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<2 23> SNK 



igLeu Glu Tyr Cys Ser Arg Arg Ser Met Ala His He Leu Lys Ala Arg 

n 1 5 io 15 

rlys Val Leu 



M::<210> 2 9 

I? |<211> 19 

""<212> PRT 

;J^ L <213> unknown 

F=<2 2 0> 

p<2 23> CDC 5 

i j^<400> 2 9 

Jfieu Glu He Cys Pro Asn Gly Ser Leu Met Glu Leu Leu Lys Arg Arg 
^ 1 5 10 15 

Lys Val Leu 



<210> 30 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<2 23> Sak 

<400> 30 

Leu Glu Met Cys His Asn Gly Glu Met Asn Arg Tyr Leu Lys Asn Arg 

1 5 10 15 

Val Lys Pro Phe 
20 



<210> 31 
<211> 19 
<212> PRT 
<213> unknown 

<220> 
<223> Prk 
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<400> 31 

Leu Glu Leu Cys Ser Arg Lys Ser Leu Ala His lie Trp Lys Ala Arg 

15 10 15 

His Thr Leu 



<210> 32 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> Plol 
<400> 32 

I^Leu Glu Leu Cys Glu His Lys Ser Leu Met Glu Leu Leu Arg Lys Arg 
O 1 5 10 15 

PfLys Gin Leu 



ff 1 <210> 3 3 
|4=<211> 19 
|Ij<212> PRT 
g: <213> unknown 

I* <220> 

J^<2 23> MARK1 

||k400> 33; 

igMet Glu Tyr Ala Ser Gly Gly Glu Val Phe Asp Tyr Leu Val Ala His 
m 15 10 15 

:: "Gly Arg Met 



<210> 34 
<211> 19 
<212> PRT 
<213> unknown 

<220> 
<223> P78 



<400> 34 

Met Glu Tyr Ala Ser Gly Gly Glu Val Phe Asp Tyr Leu Val Ala His 

1 5 10 15 

Gly Arg Met 



<210> 35 
<211> 20 
<212> PRT 
<213> unknown 
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<22 3> CDK2 



<400> 35 

Phe Glu Phe Leu His Gin Asp Leu Lys Lys Phe Met Asp Ala Ser Ala 

15 10 15 

Leu Thr Gly lie 
20 



<210> 36 
<211> 20 
<212> PRT 
< 2 1 3 > unknown 

«<220> 
1<223> CDK4 

J<400> 36 

.Phe Glu His Val Asp Gin Asp Leu Arg Thr Tyr Leu Asp Lys Ala Pro 

1. 5 ~ 10 " ~ 15 

■ ; Pro Pro Gly Leu 
20 



: <210> 37 

"<211> 20 

<212> PRT 

<<213> Unknown 

<220> 

<223> CDK6 
<400> 37 

Phe Glu His Val Asp Gin Asp Leu Thr Thr Tyr Leu Asp Lys Val Pro 

15 10 * 15 

Glu Pro Gly Val 
20 



<210> 38 
<211> 21 
<212> PRT 
<213> unknown 

<220> 

<223> c-Src 
<400> 38 

Thr Glu Tyr Met Ser Lys Gly Ser Leu Leu Asp Phe Leu Lys Gly Glu 

15 10 ' " 15 

Thr Gly Lys Tyr Leu 
20 



<210> 39 
<211> 21 
<212> PRT 
<213> unknown 
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<220> 

<223> c-Yes 
<400> 39 

Thr Glu Phe Met Ser Lys Gly Ser Leu Leu Asp Phe Leu Lys Glu Gly 

1 5 10 15 

Asp Gly Lys Tyr Leu 
20 



<210> 40 
<211> 21 
<212> PRT 
<213> unknown 

f <220> 
5<22 3> Pyn 

^j<400> 40 

^Thr Glu Tyr Met Asn Lys Gly Ser Leu Leu Asp Phe Leu Lys Asp Gly 
S 1 5 10 15 

'Glu Gly Arg Ala Leu 

* 2 0 



- ; <210> 41 
:<211> 21 
*<212> PRT 
*[<213> unknown 

3<220> * 
y<2 23> c-Fgr 

<400> 41 

Thr Glu Phe Met Cys His Gly Ser Leu Leu Asp Phe Leu Lys Asn Pro 

1 5 10 15 

Glu Gly Gin Asp Leu 
20 



<210> 42 
<211> 21 
<212> PRT 
<213> unknown 

<220> 
<223> Lyn 

<400> 42 

Thr Glu Tyr Met Ala Lys Gly Ser 

1 5 
Glu Gly Gly Lys Val 
20 



Leu Leu Asp Phe Leu Lys Ser Asp 
10 15 



<210> 43 
<211> 21 
<212> PRT 
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<213> unknown 

<220> 
<223> Hck 

<400> 43 

Thr Glu Phe Met Ala Lys Gly Ser Leu Leu Asp Phe Leu Lys Ser Asp 

1 5 10 15 

Glu Gly Ser Lys Gin 
20 



<210> 44 

<211> 21 

<212> PRT 

<213> unknown 



t<220> 
i;<223> Lck 

I) <400> 44 

j|Thr Glu Tyr Met Glu Asn Gly Ser Leu Val Asp Phe Leu Lys Thr Pro 
- 1 5 10 15 

!;: Ser Gly lie Lys Leu 
y 2 0 



<210> 45 
^ <211> 21 
'5 <212> PRT 
J<213> unknown 

II <220> 

<223> Csk 



<400> 45 

Thr Glu Tyr Met Ala Lys Gly Ser 

1 5 
Gly' Arg Ser Val Leu 
20 



Leu Val Asp Tyr Leu Arg Ser Arg 
10 15 



<210> 46 
<211> 21 
<212> PRT 
<2 13 > unknown 

<220> 

<223> MatK 
<400> 46 

Met Glu His Val Ser Lys Gly Asn Leu Val Asn Phe Leu Arg Thr Arg 

1 5 10 is 

Gly Arg Ala Leu Val 
20 



<210> 47 
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<211> 20 
<212> PRT 
<213> unknown 

<220> 
<223> Fak 



<400> 47 

Met Glu Leu Cys Thr Leu Gly Glu Leu Arg Ser Phe Leu Gin Val Arg 

1' 5 10 15 

Lys Tyr Ser Leu 
20 



^ : <210> 4 8 

**<211> 21 

5<212> PRT 

zs \<213> unknown 

fl<220> 
p<223> C-Abl 

•y<400> 48 

"Thr Glu Phe Met Thr Tyr Gly Asn Leu Leu Asp Tyr Leu Arg Glu Cys 

U 1 5 10 15 

=^Asn Arg Gin Glu Val 
20 



;S<210> 49 
^<211> 3 5 
^<212> PRT 
<213> unknown 

<220> 
<223> Tie 

<400> 49 

He Glu Tyr Ala Pro Tyr Gly Asn Leu Leu Asp Phe Leu Arg Lys Ser 

15 10 15 

Arg Val- Leu Glu Thr Asp Pro Ala Phe Ala Arg Glu His Gly Thr Ala 
20 25 ~ 30 

Ser Thr Leu 
35 



<210> 50 
<211> 35 
<212> PRT 
<213> unknown 

<220> 
<223> Tek 



<400> 50 

He Glu Tyr Ala Pro His Gly Asn Leu Leu Asp Phe Leu Arg Lys Ser 
1 5 10 15 
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Arg Val Leu Glu Thr Asp Pro Ala Phe Ala lie Ala Asn Ser Thr Ala 
20 25 30 

Ser Thr Leu 
35 



<210> 51 
<211> 35 
<212> PRT 
<213> unknown 

<220> 
<223> Fig 



<400> 51 

^H/al Glu Tyr Ala Ser Lys Gly Asn Leu Arg Glu Tyr Leu Gin Ala Arg 
3 1 5 10 15 

jArg Pro Pro Gly Leu Glu Tyr Cys Tyr Asn Pro Ser His Asn Pro Glu 

J 20 25 30 

"iGlu Gin Leu 

i 35 



j<210> 52 
<211> 35 
J<212> PRT 
:• <2 13 > unknown 



f<220> 
3<223> Bek 



j<400> 52 

Val Glu Tyr Ala Ser Lys Gly Asn Leu Arg Glu Tyr Leu Arg Ala Arg 

l 5 10 15 

Arg Pro Pro Gly Met Glu Tyr Ser Tyr Asp lie Asn Arg Val Pro Glu 
20 25 30 

Glu Gin Met 
35 



<210> 53 
<211> 35 
<212> PRT 
<213> unknown 

<220> 

<223> FGFR-3 
<400> 53 

Val Glu Tyr Ala Ala Lys Gly Asn Leu Arg Glu Phe Leu Arg Ala Arg 

1 5 10 15 

Arg Pro Pro Gly Leu Asp Tyr Ser Phe Asp Thr Cys Lys Pro Pro Glu 
20 25 " " 30 

Glu Gin Leu 
35 



<210> 54 



• 
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<211> 35 
<212> PRT 
<213> unknown 



<220> 

<223> FGFR-4 



<400> 54 

Val Glu Cys Ala Ala Lys Gly Asn Leu Arg Glu Phe Leu Arg Ala Arg 

15 10 15 

Arg Pro Pro Gly Pro Asp Leu Ser Pro Asp Gly Pro Arg Ser Ser Glu 
20 25 ~ 30 

Gly Pro Leu 





35 


p<210> 


55 


r i ;<2ll> 


40 


•S<212> 


PRT 


";;"<2i3> 


unknown 


; ^<22 0> 




fU<223> 


PDGFR-a 


"; :s:: <4oo> 


55 



;:^Thr Glu Tyr Cys Phe Tyr Gly Asp Leu Val Asn Tyr Leu His Lys Asn 
V: 15 10 15 

^ Arg Asp Ser Phe Leu Ser His His Pro Glu Lys Pro Lys Lys Glu Leu 
Q 2 0 25 ' 3 0 

ftJAsp lie Phe Gly Leu Asn Pro Ala 
35 40 



<210> 56 
<211> 40 
<212> PRT 
<213> unknown 

<220> 

<2 23> PDGFR-b 



<400> 56 

Thr Glu Tyr Cys Arg Tyr Gly Asp Leu Val Asp Tyr Leu His Arg Asn 

1 5 10 15 

Lys His Thr Phe Leu Gin His His Ser Asp Lys Arg Arg Pro Pro Ser 

20 25 30 

Ala Glu Leu Tyr Ser Asn Ala Leu 
35 40 



<210> 57 
<211> 40 
<212> PRT 
<213> unknown 



<220> 
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<223> Flt-1 



<400> 57 

Val Glu Tyr Cys 

• 1 

Arg Asp Leu Phe 
20 

Lys Lys Glu Lys 
35 



Lys Tyr Gly Asn 
5 

Phe Leu Asn Lys 

Met Glu Pro Gly 
40 



Leu Ser Asn Tyr 
10 

Asp Ala Ala Leu 
25 



Leu Lys Ser Lys 
15 

His Met Glu Pro 
30 



<210> 58 
<211> 40 
<212> PRT 
-<213> unknown 

5<220> 
J<223> Plt4 

: ^<400> 58 

^Val Glu Phe Cys Lys Tyr Gly Asn Leu Ser Asn Phe Leu Arg Ala Lys 
■= 1 5 10 15 

jArg Asp Ala Phe Ser Pro Cys Ala Glu Lys Ser Pro Glu Gin Arg Gly 

20 25 30 

,Arg Phe Arg Ala Met Val Glu Leu 
35 40 



l <210> 59 
^<211> 40 
t<212> PRT 
:? <213> unknown 

<220> 

<223> Flkl 
<400> 59 

Val Glu Phe Ser Lys Phe Gly Asn Leu Ser Thr Tyr Leu Arg Gly Lys 

1 5 10 15 

Arg Asn Glu Phe Val Pro Tyr Lys Ser Lys Gly Ala Arg Phe Arg Gin 

2 0 25 3 0 

Gly Lys Asp Tyr Val Gly Glu Leu 
35 40 



<210> 60 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> c-Met 
<400> 60 

Leu Pro Tyr Met Lys His Gly Asp Leu Arg Asn Phe lie Arg Asn Glu 

15 10 15 

Thr His Asn Pro 
20 
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<210> 61 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> c-Sea 
<400> 61 

Leu Pro Tyr Met Arg His Gly Asp 

1 5 
Glu Arg Ser Pro 
20 



Leu Arg His Phe lie Arg Ala Gin 
10 " 15 



j<210> 62 
|<211> 20 
j<212> PRT 
»<213> unknown 

l <220> 
"<223> Ron 

<400> 62 

iiLeu Pro Tyr Met Cys His Gly Asp Leu Leu Gin Phe lie Arg Ser Pro 
[ 1 5 10 15 

[Gin Arg Asn Pro 
20 



i<210> 63 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> EGFR 



<400> 63 

Thr Gin Leu Met Pro Phe Gly Cys Leu Leu Asp Tyr Val Arg Glu His 

15 10 ~ 15 

Lys Asp Asn lie 
20 



<210> 64 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<22 3> ErbB2 
<400> 64 

Thr Gin Leu Met Pro Tyr Gly Cys Leu Leu Asp His Val Arg Glu Asn 

1 5 10 15 

Arg Gly Arg Leu 



# 
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20 



<210> 65 
<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> ErbB3 
<400> 65 

Thr Gin Tyr Leu Pro Leu Gly Ser Leu Leu Asp His Val Arg Gin His 

1 5 10 15 

Arg Gly Ala Leu 
20 



■ <210> '66 
' <211>" 20 

<212> PRT 

<213> unknown 

<220> 

<223>- ErbB4 
<400> 66 

Thr Gin Leu Met Pro His Gly Cys Leu Leu Glu Tyr Val His Glu His 

1 5 10 15 

Lys Asp Asn lie 
20 



<210> 67 
<211> 43 
<212> PRT 
<213> unknown 

<220> 
<223> Ret 



<400> 67 

Val Glu Tyr Ala Lys Tyr Gly Ser Leu Arg Gly Phe Leu Arg Glu Ser 

1-5 10 15 

Arg Lys Val Gly Pro Gly Tyr Leu Gly Ser Gly Gly Ser Arg Asn Ser 

20 25 ^ 3 0 

Ser Ser Leu Asp His Pro Asp Glu Arg Ala Leu 
35 40 



<210> 68 
<211> 34 
<212> PRT 
<213> unknown 



<220> 

<223> TRK-NGFR 
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<400> 68 

Phe Glu Tyr Met Arg His Gly Asp Leu Asn Arg Phe Leu Arg Ser His 

15 10 15 

Gly Pro Asp Ala Lys Leu Leu Ala Gly Gly Glu Asp Val Ala Pro Gly 
20 25 30 

Pro Leu 



<210> 69 
<211> 32 
<212> PRT 
<213> unknown 



' <22 0> 

<223> TrkB 

p<400> 69 

.T-Phe Glu Tyr Met Lys His Gly Asp Leu Asn Lys Phe Leu Arg Ala His 
j£ 15 10 15 

;!*:Gly Pro Asp Ala Val Leu Met Ala Glu Gly Asn Pro Pro Thr Glu Leu 
f; 2 0 25 3 0 

S ; <210> 70 
Pi<211> 35 
r<212> PRT 

< 2 1 3 > unknown 

II <22 0> 
p<223> TrkC 

«? = 

<400> 7 0 

Phe Glu Tyr Met Lys His Gly Asp Leu Asn Lys Phe Leu Arg Ala His 

1 5 10 ~ 15 

Gly Pro Asp Ala Met lie Leu Val Asp Gly Gin Pro Arg Gin Ala Lys 

~ 20 25 30 

Gly Glu Leu 
35 



<210> 71 
<211> 19 
<212> PRT 
<213> unknown 

<220> 
<223> Syk 



<400> 71 

Met Glu Met Ala Glu Leu Gly Pro Leu Asn Lys Tyr Leu Gin Gin Asn 

15 10 15 

Arg His Val 



<210> 72 
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<211> 20 
<212> PRT 
<213> unknown 

<220> 

<223> Zap70 
<400> 72 

Met Glu Met Ala Gly Gly Gly Pro Leu His Lys Phe Leu Val Gly Lys 

1 5 10 15 

Arg Glu Glu lie 
2 0 



<210> 73 

i : <211> 20 

1<212> PRT 

•,<213 > unknown 

i; <220> 
1<2 23> Jakl 



,<400> 73 

.Met Glu Phe Leu Pro Ser Gly Ser Leu Lys Glu Tyr Leu Pro Lys Asn 
1 5 10 15 
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Lys Asn Lys lie 
20 



<210> 74 
<211> 20- 
<212> PRT 
<213> unknown 

<220> 

<22 3> Jak2 



<400> 74 

Met Glu Tyr Leu Pro Tyr Gly Ser Leu Arg Asp Tyr Leu Gin Lys His 
& 1 5 10 15 

iLys Glu Arg lie 
i 20 



. ^<210> 75 

l|1<211> 2 0 

p:<212> PRT 

|||<213> unknown 

<220> 
W<223> Jak3 



f|l<400> 75 

r =|Met Glu Tyr Leu Pro Ser Gly Cys Leu Arg Asp Phe Leu Gin Arg His 

$u 1 5 10 15 

^Arg Ala Arg Leu 
20 



<210> 76 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<223> Tyk2 



<400> 76 

Met Glu Tyr Val Pro Leu Gly Ser Leu Arg Asp Tyr Leu Pro Arg His 

15 10 15 

Ser lie 



<210> 77 
<211> 19 
<212> PRT 
<213> unknown 

<220> . 
<223> Iakl 
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<400> 77- 

Leu Glu Tyr Ala Pro Leu Gly Thr Val Tyr Arg Glu Leu Gin Lys Leu 

15 10 15 

Ser Lys Phe 



<210> 78 
<211> 19 
<212> PRT 
<213> unknown 

<220> 

<223> Chkl 
|3<4 00> 7 8 

I, I Leu Glu Tyr Cys Ser Gly Gly Glu Leu Phe Asp Arg lie Glu Pro Asp 
m 1 5 10 15 

.J, ; lie Gly Met 

Ifl i! 

,: <210> 79 

ri<211> 22 

r<212> PRT 

^ < 2 1 3 > unknown 

iB <220> 
p<223> IKK-1 



<400> 79 

Met Glu Tyr Cys Ser Gly Gly Asp 

1 5 
Glu Asn Cys Cys Gly Leu 
20 



Leu Arg Lys Leu Leu Asn Lys Pro 
10 is 



<210> 80 
<211> 22 
<212> PRT 
<213> unknown 

<220> 

<223> IKK- 2 



<400> 80 

Met Glu Tyr Cys Gin Gly Gly Asp Leu Arg Lys Tyr Leu Asn Gin Phe 

1 5 10 15 

Glu Asn Cys Cys Gly Leu 
2 0 



<210> 81 
<211> 19 
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<212> PRT 

< 2 1 3 > unknown 

<220> 

<223> DAPK 



<400> 81 

Leu Glu Leu Val Ala Gly Gly Glu Leu Phe Asp Phe Leu Ala Glu Lys 

15 10 15 

Glu Ser Leu 



<210> 82 

<211> 31 

<212> PRT 

<2 13 > unknown 

l<220> 

<223> IRK 



<400> 82 

Met Glu Leu Met Ala His Gly Asp 

1 5 
Arg Pro Glu Ala Glu Asn Asn Pro 
20 



Leu Lys Ser Tyr Leu Arg Ser Leu 

10 15 
Gly Arg Pro Pro Pro Thr Leu 
25 30 



<210> 83 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<223> TGFbRII 



<400> 83 

Thr Ala Phe His Ala Lys Gly Asn Leu Gin Glu Tyr Leu Thr Arg His 

1 5 10 15 

Val He 



<210> 84 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<22 3> ACTRIIA 



<400> 84 

Thr Ala Phe His Glu Lys Gly Ser Leu Ser Asp Phe Leu Lys Ala Asn 

1 5 10 ^15 

Val Val 
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<210> 85 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<223> ACTRIIB 
<400> 85 

Thr Ala Phe His Asp Lys Gly Ser Leu Thr Asp Tyr Leu Lys Gly Asn 

1 5 10 15 

He He 



Z <210> 8 6 

H<211> 18 

W < 212> PRT 

'J-~<213> unknown 

y, <22 0> 
jy<223> AL'Kl 

% <4 00> 86 

y^Tbx His Tyr His Glu His Gly Ser Leu Tyr Asp Phe Leu Gin Arg Gin 
H 1 1 5 10 15 

13 Thr Leu 

'■•:}r~ 

fw<210> 87. 

<211> 18 

<212> PRT 

< 2 13 > unknown 

<220> 

<223> ALK2 



<400> 87 

Thr His Tyr His Glu Met Gly Ser Leu Tyr Asp Tyr Leu Gin Leu Thr 

1 5 10 ' 15 

Thr Leu 



<210> 88 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<223> ALK3 



<400> 88 

Thr Asp Tyr His Glu Asn Gly Ser Leu Tyr Asp Phe Leu Lys Cys Ala 



1 

Thr Leu 
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10 



15 



<210> 85 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<223> ALK4 
<400> 89 

Ser Asp Tyr His Glu His Gly Ser Leu Phe Asp Tyr Leu Asn Arg Tyr 

1 5 10 " 15 

Thr Val 



<210> 90 

<211> 18 

<212> PRT 

<213> unknown 

<220> 

<223> alkS 



<400> 90 

Thr Asp Tyr His Glu Asn Gly Ser Leu Tyr Asp Tyr Leu Lys Ser Thr 

15 10 " 15 

Thr Leu 



<210> 91 
<211> 18 
<212> PRT 
<213> unknown 

<220> 

<2 23> DDR1 



<400> 91 

Thr Asp Tyr Met Glu Asn Gly Asp Leu Asn Gin Phe Leu Ser Ala His 

15 10 15 

Gin Leu 



<210> 92 
<211> 18 
<212> PRT 
<213> unknown 



<220> 

<223> DDR2 
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<400> 92 

Thr Glu Tyr Met Glu Asn Gly Asp Leu Asn Gin Phe Leu Ser Arg His 

15 10 15 

Glu Pro 



<210> 93 
<211> 21 
<212> PRT 
<213> unknown 

<22D> 
<223> ILK 

|* 

O<400> 93 

t 

m 

m 

IP 

m 



o 

u 
a 
m 
a 
in 
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Thr His Trp Met Pro Tyr Gly Ser Leu Tyr Asn Val Leu His Glu Gly 



Thr Asn Phe Val Val 
20 



<210> 94 
<211> 16 
<212> PRT 
<213> unknown 

<220> 
<223> JUK 

<400> 94 

Met Glu Leu Met Asp Ala Asn Leu Cys Gin Val lie Gin Met Glu Leu 
1 5 10*15 



. <210> 95 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 
<223> 



<221> AMIDATION 
<222> (0) . . . (20) 

<223> Aktl/Raca 

<400> 95 

Gly Met Glu Tyr Ala Asn Gly Gly Glu Leu Phe Phe His Leu Ser Arg 

15 10 15 

Glu Arg Val Phe 
20 



<210> 


96 


<211> 


19 


<212> 


PRT 


<213> 


Artificial 


<220> 




<221> 


MYRI STATE 


<222> 


(1) . . . (0) 


<221> 


AMIDATION 


<222> 


(0) . . . (19) 


<223> 


Alkl 


<400> 


96 



Gly Thr His Tyr His Glu His Gly Ser Leu Tyr Asp Phe Leu Gin Arg 
1 5 10 ~ 15 



1 



5 



10 



15 
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Gin Thr Leu 



<210> 97 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATION 
<222> (1) , . . (0) 

<221> AMIDATION 
<222> (0) . . . (22) 

<223> Braf 



j lie ^ He Glu Thr Lys Phe 
20 



<210> 98 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<2 21> AMIDATION 
<222> (0) . . . (21) 

<223> Braf 

<400> 98 

Gly Thr Gin Trp Ser Glu Gly Ser Ser Leu Tyr His His Leu His lie 

15 10 15 

lie Glu Thr Lys Phe 
20 



<210> 99 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (22) 



. ; <400> 97 

) Lys Lys Lys 



Lys Lys 
5 



Lys Gly Gly Ser Ser Leu Tyr His His Leu His 
10 ^ 15 



<223> c-Abl 
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<400> 99 

Gly Thr Glu Phe Met Thr Tyr Gly Asn Leu Leu Asp Tyr Leu Arg Glu 

1 5 10 15 

Cys Asn Arg Gin Glu Val 
20 



<210> 100 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 

*<221> AMIDATION 
3<222> (0) . . . (21) 
3<223> 

*:<223> c-Met 
^<400> 100 

II Gly Leu Pro Tyr Met Lys His Gly Asp Leu Arg Asn Phe He Arg Asn 
. 1 5 10 15 

^Glu Thr His Asn Pro 

T 20 



|J<210> 101 
3<211> 21 
|j<212> PRT 
"<213> Artificial Sequence 



<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 

<2 21> AMIDATION 
<222> (0) . . . (21) 



<223> c-Raf 



<400> 101 

Gly Thr Gin Trp Ser Glu Gly Ser Ser Leu Tyr Lys His Leu His Val 

15 10 15 

Gin Glu Thr Lys Phe 
20 



<210> 102 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYL ATI ON 
<222> (1) . . . (0) 



30/55 



<223> benzyl ester at position 11 

<221> AMIDATION 
<222> (0) . . . (14) 

<223> C-Raf 

<400> 102 

Ser Ser Leu Tyr Lys His Leu His Val Gin Glu Thr Lys Phe 

1 . 5 -10 



<210> 103 
<211> 21 
<212> PRT 
. <213> Artificial Sequence 

C <220> 

G<221> MYRISTATE 
y <222> (1) . . . (0) 

JS <221> AMIDATION 
r; <222> (0) . . . (21) 

ii? <223> c-Sea 

!3<400> 103 

I^Gly Leu Pro Tyr Met Arg His Gly Asp Leu Arg His Phe lie Arg Ala 

1*5 15 10 15 

Gin Glu Arg Ser Pro 

m 20 



<210> 104 
<211> 22 
<212> PRT 

<213> Artificial Sequence 



<220> 

<2 21> MYRISTATE 
<222> (1) ... (0) 

<2 21> AMIDATION 
<222> (0) . . . (22) 



<223> c-Src 



<400> 104 

Gly Thr Glu Tyr Met Ser Lys Gly Ser Leu Leu Asp Phe Leu Lys Gly 

15 10 15 

Glu Thr Gly Lys Tyr Leu 
20 



<210> 105 
<211> 14 
<212> PRT 
<213> Artificial 



Sequence 
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<220> 

<221> ACETYL AT ION 
<222> (1) . . , (0) 

<223> benzyl ester at position 5 
benzyl ester at position 9 

<221> AM ID AT ION 
<222> {0} . . . (14) 

<223> c-Src 

<400> 105 

Gly Ser Leu Leu Asp Leu Lys Gly Glu Thr Gly Lys Phe Leu 
1 5 10 



<210> 106 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (21) 
<223> 



<223> -CDK2 
<400> 106 

Gly Phe Glu Phe Leu His Gin Asp Leu Lys Lys Phe Met Asp Ala Ser 



<210> 107 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATION 
<222> (1) . . . (0) 

<223> benzyl ester at position 1 
benzyl ester at position 7 



<2 21> AMIDATION 
<222> (0) . . . (14) 
<223> 



<223> CDK2 
<400> 107 



1 

Ala Leu Thr 



5 

Gly lie 
20 



10 



15 
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Asp Leu Lys Lys Phe Met Asp Ala Ser Ala Leu Thr Gly Met 
1-5 10 



<210> 108 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYL AT I ON 
<222> (1) . . . (0) 

<223> benzyl ester at position 1 
benzyl ester at position 7 



<221> AMIDATION 
<222>- (0) . . . (14) 

<2 23> CDK4 

<400> 108 

Asp Leu Arg Thr Tyr Leu Asp Lys Ala Pro Pro Pro Gly Leu 
1 5 ^ 10 



<210> 109 
<211> 21 
<212>. PRT 
<213> Artificial 



Sequence 



<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (21) 



<223> CDK4 



<400> 109 

Gly Phe Glu His Val Asp Gin Asp Leu Arg Thr Tyr Leu Asp Lys Ala 

1 5 10 ' 15 

Pro Pro Pro Gly Leu 
20 



<210> 110 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (21) 



<223> CDK6 
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<400> 110 

Gly Phe Glu His Val Asp Gin Asp Leu Thr Thr Tyr Leu Asp Lys Val 

1 5 10 15 

Pro Glu Pro Gly Val 
20 



<210> 111 
<211> 19 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> Cl) ... (0) 

I"<221> AMIDATION 
J <222> (0) . . . (19) 

JJ <223> Chkl 

f| <4 00> 111 

\ Gly Glu Tyr Ser Ser Gly Gly Glu Leu Phe Asp Arg lie Glu Pro Asp 
Z 1 5 10 15 

y lie Gly Met 



"1 <210> 112 
S <211> 19 
|J <212> PRT 

fj <213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION" 
<222> (0) . . . (19) 
<223> 



<223> Chkl 
<400> 112 

Gly Glu Tyr Ala Ser Gly Gly Glu Leu Phe Asp Arg lie Glu Pro Asp 

15 10 ~ " 15 

lie Gly Met 



<210> 113 
<211> 19 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYL AT ION 
<222> (1) . . . (0) 
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<221> AMIDATIOtf 
<222> (0) . . . (19) 
<223> 



<223> CK Ila 
<400> 113 

Lys Lys Lys Lys Lys Gly Gly Asn Asn Thr Asp Phe Lys Gin Leu Tyr 

1 5 10 15 

Gin Thr Leu 



<21.0> 114 
<211> 17 
^<212> PRT 

=i<213> Artificial Sequence 
•<220> 

-^<221> MYRISTATE 
J<222> (1) . . . (0) 

,<221> AMIDATIOKT 
;:<222> (0) . . . (17) 

<223> CK Ila 

•<400> 114 

iGly Phe Glu His Val Asn Asn Thr Asp Phe Lys Gin Leu Tyr Gin Thr 

jj 1 5 10 15 

.Leu 



<210> 115 
<211> 22 
<212> PRT 

.<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 



<221> AMIDATIOM 
<222> (0) . . . (22) 
<223> 



<223> Csk 
<400> 115 

Gly Thr Glu Tyr Met Ala Lys Gly Ser Leu Val Asp Tyr Leu Arg Ser 

15 10 15 

Arg Gly Arg Ser Val Leu 
20 



<210> 116 
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<2il> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATION 
<222> (1) . . . (0) 

<223> benzyl ester at position 5 

<221> AMIDATION 
<222> (0) . . . (14) 

<223> Csk 

<400> 116 

Gly Ser Leu Val Asp Leu Arg Ser Arg Gly Arg Ser Val Leu 
15 10 



<210> 117 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<2 21> MYRI STATE 
<222> (1) , . . (0) 

<221> AMIDATION 
<222> (0) , . . (21) 

<223> Fak 

<400> 117 

Gly Met Glu Leu Ser Thr Leu Gly Glu Leu Arg Ser Phe Leu Gin Val 

15 10 15 

Arg Lys Tyr Ser Leu 
20 



<210> 


11B 


<211> 


XI 


<212> 


PRT 


<213> 


Artificial 


<220> 




<221> 


MYRI STATE 


<222> 


(1) . . - (0) 


<221> 


AMIDATION 


<222> 


(0) . (17) 


<223> 


FGFR-3 


<400> 


118 



Gly Gly Asn Leu Arg Glu Phe Leu Arg Ala Arg Arg Pro Pro Gly Leu 

1 5 10 15 

Glu 
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<210> 119 
<211> 16 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATION 
<222> (1) . . . (0) 

<223> benzyl ester at position 5 
benzyl ester at position 16 

<221> AMIDATION 
<222> (0) . . . (16) 

<223> FGFR-3 

i <400> 119 

JGly Asn Leu Arg Glu Phe Leu Arg Ala Arg Arg Pro Pro Gly Leu Glu 

10 is 

l <210> 120 
. <211> 23 
J <212> PRT 

;i <213> Artificial Sequence 
-P <220> 

-■ <221> MYRISTATE 
| <222> (1) . . . (0) 

• <221> AMIDATION 
; <222> (0) . . . (23) 

<223> FGFR-3 

<400> 120 

Gly Val Glu Tyr Ala Ala Lys Gly Asn Leu Arg Glu Phe Leu Arg Ala 

1 5 10 15 

Arg Arg Pro Pro Gly Leu Glu 
20 



<210> 121 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> stearyl at position 1 

<221> AMIDATION 
<222> (0) . . . (13) 
<223> FGFR-3 

<400> 121 

Gly Ser Phe Asp Thr Ser Lys Pro Pro Glu Glu Gin Leu 
1 5 10 
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'^r v 



<210> 


122 




<211> 


23 




<2I2> 


PRT 




<213> 


Artificial 


<220> 






<221> 


MYRI STATE 


<222> 


(1) . ♦ . 


(0) 


<221> 


AMIDATION 


<222> 


(0) . . . 


(23) 


<223> 


Plkl 




<400> 


12 2 




Gly Val Glu 


Phe i 


1 






.Lys Arg Asn 


Leu : 






20 


<210> 


123 




<211> 


17 




<212> 


PRT 




<213> 


Artificial 


<220> 






<221> 


MYRI STATE 


<222> 


(1) . . . 


(0) 


<221> 


AMIDATION 


<222> 


(0) . . . 


(17) 


<223> 






<223> 


Flkl 




<400> 


123 





10 15" 



Gly Gly Asn Leu Ser Asn Phe Leu Arg Ala Lys Arg Asn Leu Phe Val 

15 10 ~ 15 

Pro 



<210> 124 
<211> 16 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACET YLAT I ON 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (16) 



<223> Flkl 
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<400> 124 

Gly Asn Leu Ser Asn Phe Leu Arg Ala Lys Arg Asn Leu Phe Val Pro 
1 5 . 10 15 



<210> 125 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> stearyl at position 1 

<221> AMIDATION 
<222> (0) . . . (13) 
<223> Flkl 

% .. <400> 125 

C" G1 Y Ar 9" piie Gln G ly L Y S As P Tyr Val Gly Glu Leu 

Q i 5 10 

"-yd:- 

p<210> 126 

<211> 22 

<212> PRT 
J^<213> Artificial Sequence 

s-: <220> 

p<221> ACETYLATION 
<222> (1) . . . (0) 

:J<221> AMIDATION 
^<222> (0) . . . (22) 

|lj<223> GSK3b 



<400> 126 

Lys Lys Lys Lys Lys Lys Gly Gly 

1 5 
Ala Lys Gin Thr Leu Pro 
20 



Gly Val Ala Arg His Tyr Ser Arg 
10 * 15 



<210> 127 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<2 21> ACETYLATION 
<222> (1) ... (0) 

<221> AMIDATION 
<222> (0) . . . (13) 



<223> GSK3b 
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<400> 127 

Val Ala Arg His Tyr Ser Arg Ala Lys Gin Thr Leu Pro 
15 10 



<210> 128 
<211> 22 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AM ID AT ION 
<222> (0) • . . (22) 



<223> GSK3b 



<400> 128 
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Gly Asp Tyr Val Pro Glu Thr Val Tyr Arg Val Ala Arg His Tyr Ser 

1 5 10 15 

Arg Ala Lys Gin Thr Leu 



<210> 


129 


<211> 


12 


<212> 


PRT 


<213> 


Artificial i 


<220> 




<221> 


ACETYLATION 


<222> 


(1) . . - (0) 


<221> 


AMIBATIQN 


<222> 


(0) . . . (12) 


<223> 


GSK3b 



<400> 129 

Arg Val Ala Arg His Tyr Ser Arg Ala Lys Gin Thr 
1 • 5 10 



<210> 130 
U211> 22 
s <212> PRT 

;=<213> Artificial Sequence 

~j<220> 

i<221> MYRI STATE 
j<222> (1) . . . (0) 

<221> AMIDATION 
<222> .(0) . . . (22) 

<223> Hck 



<400> 130 

Gly Thr Glu Phe Met Ala Lys Gly Ser Leu Leu Asp Phe Leu Lys Ser 

1 5 10 15 

Asp Glu Gly Ser Lys Gin 
20 



<210> 131 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMI DAT I ON 
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<222> (0) . . . (20) 
<223> Iakl 



<400> 131 

Gly Leu Glu Tyr Ala Pro Leu Gly Thr Val Tyr Arg Glu Leu Gin Lys 

15 10 15 

Leu Ser Lys Phe 
20 



<210> 


132 


<211> 


23 


<212> 


PUT 


<213> 


Artificial 


l^<220> 




Q<221> 


MYRISTATE 


I3<222> 


(1) . . . (0) 


<22i> 


AM ID AT ION 


*£I<222> 


(0) . . . (23) 


l^<223> 


IKK-1 



Tyr Ser Ser Gly Gly Asp Leu Arg Lys Leu Leu Asn Lys 

5 10 15 

Ser Ser Gly Leu 
20 



<210> 133 
<211> 23 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (23) 
<223> 



H<400> 132 
%:Gly Met Glu 

; UJPro Glu Asn 



<223> IKK-2 



<400> 133 

Gly Met Glu Tyr Ser Gin Gly Gly 

1 5 
Phe Glu Asn Ser Ser Gly Leu 
20 



Asp Leu Arg Lys Tyr Leu Asn Gin 
10 15 



41 
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<210> 134 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) ■ . . (0) 

<221> AM ID AT ION" 
<222> (0) . . . (22) 

<223> ILK 



Z <400> 134 

3 Gly Thr His Trp Met Pro Tyr Gly Ser Leu Tyr Asn Val Leu His 
3 1 5 10 15 

jj Gly Thr Asn Phe Val Val 
S 20 



<210> 135 

-■u <2n> 13 

s: <212> PRT 

.p <213> Artificial Sequence 

:!l<220> 

Jj<223> stearyl at position 1 

l3<221> AMIDATION 
fll<222> (0) . . . (13) 
<223> ILK 

<400> 135 

Gly Tyr Asn Val Leu His Glu Gly Thr Asn Phe Val Val 
15 10 



<210> 136 
<211> 19 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (19) 
<223> 



<223> IRK 
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<400> 136 

Gly Met Glu Leu Met Ala His Gly Asp Leu Lys Ser Tyr Leu Arg Ser 

1 5 ' 10 ' * 15 

Leu Arg Pro 



<210> 137 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<2-21> ACETYLAT ION 
<222> (1) . . . (0) 

<221> AMIDATXON 
<222> (0) . . . (12) 

p<223> IRK 

""|<400> 137 

SAla Gin Asn Asn Pro Gly Arg Pro Pro Pro Thr Leu 

jj? 1 5 " 10 

fU<210> 138 
<211> 13 

ri| <212> PRT 

;" : :<213> Artificial Sequence 
P<220> 

i|3<221> MYRI STATE 
|p<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (13) 

<223> IRK 

<400> 138 

Gly Leu Lys Ser Tyr Leu Arg Ser Leu Arg Pro Glu Ala 
15 10 



<210> 139 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (13) 



<223> IRK 
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<400> 139 

Gly Ala Glu Asn Asn Pro Gly Arg Pro Pro Pro Thr Leu 
15 10 



<210> 140 

<211> 17 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 

<222> (1) . . . (0) 

<221> AMI DAT ION 
<222> (0) . . . (17) 

; <223> IRK 

^<;400> 140 

^Gly Leu Arg Pro Glu Ala Glu Asn Asn Pro Gly Arg Pro Pro Pro Thr 
j 1 5 10 15 

1 Leu 



<210> 141 

J <211> 21 

. <212> PRT 

\ <213> Artificial Sequence 



t<220> 

^<221> MYRI STATE 
J<222> (1) . . . (0) 

<221> AM ID AT ION 
<222> (0) . . . (21) 

<223> Jakl 

<400> 141 

Gly Met Glu Phe Leu Pro Ser Gly Ser Leu Lys Glu Tyr Leu Pro Lys 

1 5 10 " 15 

Asn Lys Asn Lys lie 
20 



<210> 142 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (13) 
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<223> Jakl 



<400> 


142 


Gly Leu Lys Glu ' 


1 




<210> 


143 


<211> 


13 


<212> 


PRT 


<213> 


Artificial 


<220> 




<221> 


MYRI STATE 


<222> 


(1) . . . (0) 


<221> 


AMI DAT I ON 


<222> 


(0) . . . (13) 


<223> 


Jak2 



10 



<400> 143 

Gly Leu Arg Asp Tyr Leu Gin Lys His Lys Glu Arg lie 

i 5 io 



]<210> 144 
; ;<211> 11 
\<212> PRT 

~<213> Artificial Sequence 



<220> 

<223> stearyl at position 1 

<221> AMIDATION 
<222> (0) . . . (11) 
<223> Jak2 

<400> 144 

Gly Leu Arg Asp Tyr Leu Gin Lys His Lys Glu 
15 10 



<210> 145 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (20) 
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<22 3> Jak3 



<400> 145 

Gly Met Glu Tyr Leu Pro Ser Gly Ser Leu Arg Asp Phe Leu Gin Arg 

1,5 10 15 

His Arg Ala Leu 
20 



<210> 146 
<211> 21 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<221> MYRISTATE 
u <222> (1) . . . (0) 

<221> AMIDATION 
;H <222> (0) . . . (21) 



<223> Jak3 
N <400> 146 

^ Gly Met Glu Tyr Leu Pro Ser Gly Ser Leu Arg Asp Phe Leu Gin Arg 
D 1 5 10 15 

His Arg Ala Arg Leu 

|spg 2 0 



M <210> 147 
PJ <211> 13 
<212> PRT 

<213> Artificial Sequence 



<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (13) 



• <223> Jak3 



<400> 147 

Gly Leu Arg Asp Phe Leu Gin Arg His Arg Ala Arg Leu 
15 10 



<210> 148 
<2U> 14 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<2 21> ACETYLATION 
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<222> (1) . . . (0) 

<223> benzyl ester at position 5 



<221> AMIDATIOtf 
<222> (0) . . . (14) 

<223> Lck 

<400> 148 

Gly Ser Leu Val Asp Leu Lys Thr Pro Ser Gly He Lys Leu , 
15 10 



<210> 149 

<211> 22 

<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 

<222> (1) . . . (0) 

l <221> AMIDATION 
: <222> (0) . . . (22) 

: <223> Lck 

!<400> 149 

= Gly Thr Glu Tyr Met Glu Asn Gly Ser Leu Val Asp Phe Leu Lys Thr 
% 1 5 10 15 

iPro Ser Gly He Lys Leu 
20 



<210> 150 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (22) 

<223> Lyn 

<400> 150 

Gly Thr Glu Tyr Met Ala Lys Gly Ser Leu Leu Asp Phe Leu Lys Ser 

15 10 15 

Asp Glu Gly Gly Lys Val 
20 



<210> 151 
<211> 20 
<212> PRT 
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<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (20) 

<223> MARK1 

<400> 151 

Gly Met Glu Tyr Ala Ser Gly Gly Glu Val Phe Asp Tyr Leu Val Ala 

1 " 5 10 15 

His Gly Arg Met 
20 



<210> 152 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221>. ACETYL AT I ON 
<222> (1) . . . (0) 

<223> benzyl ester at position 2 
benzyl ester at position 5 

<221> AMIDATION 
,<222> (0) . . . (15) 

f <223> PDGFR-b 

j<400> 152 

Gly Asp Leu Val Asp Tyr Leu His Arg Asn Lys His Thr Phe Leu 
1 5 10 15 



<210> 153 
<211> 22 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (22) 



<223> PDGFR-b 



<400> 153 

Gly Thr Glu Tyr Ser Arg Tyr Gly Asp Leu Val Asp Tyr Leu His Arg 

15 10 15 

Asn Lys His Thr Phe Leu 
20 
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<210> 154 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . , (o) 

<221> AMIDATION 
<222> (0) . . . (20) 

<223> PKCb 



<400> 154 

Gly Met Gin Tyr Val Asix Gly Gly Asp Leu Met Tyr His lie Gin Gin 

Val Gly Arg Phe 10 15 

20 



% 7~ <210> 155 

<2ii> "2o 

j|f <212> PRT 

^<213> Artificial Sequence 

f!j<22 0> 

[ r <221> ACETYLATION 
m<222> (1) . . . (0) 

^■<221> AMIDATION 
|3<222> (0) . . . (20) 

ip<223> PKCb 

" " : <4 00> 155 

Lys Lys Lys Lys Lys Lys Gly Gly Asp Leu Met Tyr His He Gin Gin 

Val Gly Arg Phe 10 15 

20 



<210> 156 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATION 
<222> (1) . . . (0) 

<223> benzyl ester at position 5 

<2 21> AMIDATION 
<222> (0) . . . (12) 

<223> Plk 

<400> 156 

Arg Ser Leu Leu Glu Leu His Lys Arg Arg Lys Ala 
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<210> 157 
<211> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<223> benzyl ester at position 6 

<221> AMIDATION 
<222> (0) . . . (13) 

<223> Plk 

<400> 157 

Gly Arg Ser Leu Leu Glu Leu His Lys Arg Arg Lys Ala 
1 5 10 



<210> 158 
<211> 20 
<212> PRT 

<213> Artificial Sequence 

I <220> 

<221> MYRI STATE 
,<222> (1) . . . (0) 

J<221> AMIDATION" 
1<222> (0) . . . (20) 

<223> Plk 

<400> 158 

Gly Leu Glu Leu Ser Arg Arg Arg Ser Leu Leu Glu Leu His Lys Arg 

15 10 15 

Arg Lys Ala Leu 
20 



<210> 159 
<211> 22 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (22) 

<223> Ret 



<400> 159 
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Gly Val Glu Tyr Ala Lys Tyr Gly Ser Leu Arg Gly Phe Leu Arg Glu 

15 10 15 

Ser Arg Lys Val Gly Pro 



<210> 160 
<211> 15 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> ACETYLATI0N 
<222> (1) . . . (0) 

<223> benzyl ester at position 9 

<221> AMIDATION 
U <222> (0) . . . (15) 

y <223> Ret 

Us <400> 160 

ill Gly Ser Leu Arg Gly Phe Leu Arg Glu Ser Arg Lys Val Gly Pro 
m 1 5 10 ~ 15 

I.3& 
=? = 

;iW <210> 161 
- <211> 21 
O <212> PRT 

§«& <2 13 > Artificial Sequence 
JS<220> 

lJ:<221> MYRI STATE 
!^<222> (1) . . . (0) 

<2 21> AMIDATION 
<222> (0) . . . (21) 



<223> Ron 



<400> 161 

Gly Leu Pro Tyr Met Cys His Gly Asp Leu Leu Gin Phe lie Arg Ser 

15 10 15 

Pro Gin Arg Asn Pro 
20 



<210> 162 
<211> 20 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMIDATION" 
<222> (0) . . . (20) 



m 
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<223> SNK 
<400> 162 

Gly Leu Glu Tyr Ser Ser Arg Arg Ser Met Ala His He Leu Lys Ala 

15 10 15 

Arg Lys Val Leu 
20 



<210> 163 

<211> 20 

<212> PRT 

<213> Artificial 



Sequence 



<220> 

<22l> MYRISTATE 
<222> (1) . . . (0) 

s 8 * <221> AM ID AT ION 
O <222> (0) . . . (20) 

|j <2 23> Syk 

<400> 163 

!** Gly Met Glu Met Ala Glu Leu Gly Pro Leu Asn Lys Tyr Leu Gin Gin 

if; 1 5 10 15 

111 Asn Arg His Val 

si 20 

V <210> 164 
H<211> 19 
"i?-<212> PRT 

f3<213> Artificial Sequence 

" %220> 

<2 21> MYRISTATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (19) 

<223> TGFbRII 



<400> 164 

Gly Thr Ala Phe His Ala Lys Gly Asn Leu Gin Glu Tyr Leu Thr Arg 

1 5 10 15 

His Val He 



<210> 165 
<211> 25 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRISTATE 
<222> (1) . . . (0) 



# 
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<221> AMID AT ION 
<222> (0) . . . (25) 

<223> TrkB 

<400> 165 

Gly Phe Glu Tyr Met Lys His Gly Asp Leu Asn Lys Phe Leu Arg Ala 

15 10 15 

His Gly Pro Asp Ala Val Leu Met Ala 
20 25 



<210> 166 
<211> 13 
<212> PRT 

<213> Artificial Sequence 



<220> 
^ <221> MYRI STATE 
Q <222> (1) . . . (0) 

Ul <221> AMIDATION 
<222> (0) . . . (13) 

<223> TrkB 

fU <400> 166 

«: Gly Leu Arg Ala His Gly Pro Asp Ala Val Leu Met Ala 

ri 1 5 10 



'^ : <210> 167 

!S<2ii> ii 

:c "-<212> PRT 

p,i<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (11) 



<223> TrkB 



<400> 167 

Gly Leu Arg Ala His Gly Pro Asp Ala Val Leu 
15 10 



<210> 168 
<211> 13 
<212> PRT 
<213> Artificial 



Sequence 



<220> 

<221> MYRISTATB 
<222> (1) , . . (0) 
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<221> AMIDATION 
<222> (0) . . . (13) 

<223> TrkB 



<400> 168 

Gly Leu Asn Phe Lys Leu Arg Ala His Gly Pro Asp Ala 
" 1 5 10 



<210> 169 
<2II> 13 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 

<221> AMIDATION 
<222> (0) . . . (13) 



<223> TrkB 
<400> 169 

Gly Phe Lys Leu Arg Ala His Gly Pro Asp Ala Val Leu 
1 5 10 



i<210> 170 
§<211> 21 
? <212> PRT 
<213> Artificial Sequence 



<220> 

<221> MYRI STATE 
<222> (1) . . . (0) 



<221> AMIDATION 
<222> (0) . . . (21) 



<223> Zap70 



<400> 170 

Gly Met Glu Met Ala Gly Gly Gly Pro Leu His Lys Phe Leu Val Gly 

15 10 15 

Lys Arg Glu Glu He 
20 



<210> 171 
<211> 21 
<212> PRT 
<213> Unknown 
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<220> 
<223> IRK 

<400> 171 

Met Ala His Gly Asp Leu Lys Ser Tyr Leu Arg Ser Leu Arg Pro Glu 

1 5 10 15 ' 

Ala Glu Asn Asn Pro 
20 



<210> 172 

<211> 8 

<212> PRT 

<213> Unknown 

<22G> 

<223> endothelial growth factor receptor 

<400> 172 
y Lys Phe Asp Val lie Asn Leu Ala 



